Epimorphic regeneration is a process allowing the animal to regain its lost structure which depends on the resident pluripotent stem cells as well as de-differentiation of existing cells to form multi-potent stem cells. Many studies have been done to understand the appendage regeneration mechanism. The animal model used since decades is an urodele amphibian the axolotl. However, this ability is also seen in some members of reptiles, mainly lizards which on autotomy of tail regain the same by forming a replica of its lost tail. Lizards being closer to mammals are of greater interest and cannot be neglected. Hence, a stage specific protein profiling was undertaken in order to find the peptides playing a major role in epimorphosis. 2-DGE being basic tool for creating a protein profile was used. With advent of newer modern technology, label-free analysis which uses MS/MS was also performed. The study reports the peptides involved in apoptosis, inflammation and ECM remodelling across the stages of lizard tail regeneration for the first time. Apart from these peptides, structural protein, enzymes involved in metabolism have also been highlighted in the current study to give a bigger picture of the processes and the specific peptides required for tail regeneration.
Introduction
Over the years several studies have been carried out in various models of regeneration to unravel the finer mechanisms of epimorphic regeneration (Poss et al., 2000a; Brockes et al., 2001) . Initial studies focused on the morphological, histological and biochemical changes associated with regeneration (Zika, 1969; Alibardi, 2009; McLean and Vickaryous, 2011) . However, with the advent of modern analytical tools, the focus of the study was lately shifted to understand the cellular and molecular mechanisms of regeneration. This led to the understanding of roles played by some of the critical signalling molecules during regeneration like FGF, Wnt, BMP, Shh and many more (Riddle et al., 1993; Poss et al., 2000b; Quint et al., 2002; Jaźwińska et al., 2007; Tal et al., 2010) . Nonetheless, all the cellular and molecular processes involve a controlled expression of these signalling molecules at various combination and concentrations. It is well understood that these signals facilitate various cellular events like proliferation, apoptosis, and morphogenesis during development. Epimorphosis too involves coordination of these above mentioned cellular events which takes place in a coherent manner. However, to manage each step, it inevitably requires a large scale of protein turnover. Despite their significance in the regulation of a myriad of cellular events which are critical for the initiation and progression of epimorphosis, protein turnover during regeneration has attracted only minimum research interest. Moreover, their interaction with each other and how they modulate the stage specific physiological events during regeneration remains to be unfolded. Thus there is an immense need to identify the proteins which govern the process of epimorphic regeneration.
Proteomic studies in the field of regeneration were initiated by Slack in 1982 (Slack, 1982) . He studied the protein expression pattern during few stages of axolotl limb regeneration both by 2-D gel electrophoresis and by histochemistry. Moreover, a proteomic study of axolotl regenerating limb was carried out with quantitative label-free liquid chromatography and tandem mass spectrometry 
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